ABSTRACT Photorhabdus bacteria exhibit contrasting lifestyles; they are virulent insect pathogens but symbionts of the entomopathogenic Heterorhabditis nematodes. Photorhabdus genomes encode several secondary metabolites and insecticidal protein toxins. Here, we present the draft genome sequences for five Photorhabdus strains isolated from Heterorhabditis nematodes collected from various geographical regions of India.
Coverage (ϫ) The good-quality reads were exported using the FileExporter plugin in the Ion Torrent Personal Genome Machine-associated Torrent Suite software, using the default parameters. The de novo genome assembly, scaffold construction, and gap closure were done by using MIRA version 4.0.2 (7), with the default parameters and providing the technology as "Iontor." The fold coverage was estimated using the total number of sequence reads divided by the estimated genome size. Gene prediction was made ab initio using GeneMarkS (8) with default parameters. These predicted genes were further mapped to the reference genome (P. luminescens subsp. laumondii TTO1, NCBI RefSeq accession number NC_005126) using Blast2GO (9), with an E value cutoff of 1.0E-3. The amino acid sequences of the predicted genes were matched with the nonredundant protein database and annotated with InterProScan using Blast2GO.
The sequencing generated 1.2 to 2.5 million reads, generating 255 to 540 Mb of total sequence data ( Table 1 ). The de novo assembly resulted in final genome sizes of 5.3 to 5.6 Mb, with a coverage of 45 to 96ϫ (Table 1) . A total of 190 to 228 contigs were obtained, with an N 50 value of 43 to 103 kb. The GC content of the Photorhabdus genomes was 42.5 to 42.7%. We predicted 4,953 to 5,933 genes in the sequenced Photorhabdus strains, of which 78.6 to 82.7% could be annotated. These genes showed 83.5 to 85.8% match to the reference P. luminescens subsp. laumondii TTO1 genome (Table 1) .
Data availability. The data generated in this study can be accessed at NCBI under SRA study accession number SRP133050, BioProject number PRJNA434554, and SRA experiment accession numbers SRX3720925 to SRX3720929. The draft genome accession numbers are provided in Table 1 .
